ABSTRACT The emergence and spread of metallo-beta-lactamase-producing multidrugresistant Klebsiella pneumoniae are a serious public health threat. Here, we report the draft genome sequences of four K. pneumoniae strains isolated from Cairo, Egypt, including two panresistant colistin-resistant strains. Genome annotation indicated a number of virulence and resistance genes agreeing with observed phenotypes.
were then quantified by the PicoGreen assay and pooled in approximately equimolar ratios before being sequenced on an Illumina HiSeq 4000 instrument to Ͼ30ϫ coverage.
The Illumina reads were provided as quality-trimmed sequences, whose quality was rechecked and verified by FastQC (13) . Reads for K. pneumoniae isolates were submitted to the genome analysis services at PATRIC (14, 15) , in which they were assembled into contigs by SPAdes (16) version 3.10.0 and subsequently annotated. The combined size and GϩC of assembled contigs (Table 1) were comparable to the other Klebsiella genomes in public databases.
PATRIC annotation used the default Rapid Annotations using Subsystem Technology toolkit (RASTtk; July 2018 release) algorithm (17) . Many of the annotated genes were homologous to known virulence factors, drug targets, and antibiotic resistance genes ( Table 1) . Of note, the number of resistance genes was slightly lower in the strain with resistance to the fewest antibiotics (SP) ( Table 1) .
The presented genome sequences of clinical multidrug-resistant K. pneumoniae strains are among the few sequenced isolates from Egypt to date and should help global efforts to trace and contain the spread of multidrug-resistant pathogens.
Data availability. All reads were deposited in the NCBI SRA under BioProject identifier (ID) 493667 (BioSample numbers SAMN10141025 through SAMN10141028). The assembled contigs and their primary annotations were deposited in NCBI as well, under GenBank accession numbers RXLV00000000, RXLX00000000, RXLW00000000, and RXLY00000000 for SF, SK, HM, and SP, respectively. 
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